of reprogramming. Cells were labeled with CFSE at D1 and analyzed by flow cytometry at D4 of reprogramming.
(H) Histogram representing the flow cytometry analysis of the proportion of CFSE+ cells within the viable (DAPI negative) cell population at D4 of reprogramming for Tox4 siRNA (blue) and control condition (grey).
(I) Quantification of histograms represented in (H) . Results are shown as the mean of technical duplicates, (n=1).
(J) Schematic of siRNA-mediated somatic Tox4 knockdown at the start of reprogramming to iPSCs.
Tox4 was targeted at D0 by siRNA transfection of STEMCCA MEFs after subsequent DOX induction of reprogramming. Cells were stained with EdU and analyzed by flow cytometry at D4 of reprogramming. Results are shown as the mean of technical duplicates, (n=1). Fig. 5D .
Click here to Download Table S6 J . Cell Sci.: doi:10.1242/jcs.232223: Supplementary information Journal of Cell Science • Supplementary information Table S7 . List of somatic chromatin regions that closed with a delay in Tox4 siRNA-treated cells compared to control conditions. Somatic chromatin regions that closed with a delay were defined based on visual inspection of Figure   5D . The table below includes peak identifiers, chromosome and genomic starting and ending location of somatic chromatin regions. Fig. 5F . Table S9 . List of pluripotency chromatin regions that opened with a delay in Tox4 siRNAtreated cells compared to control conditions. Pluripotency chromatin regions that opened with a delay were defined based on visual inspection of Table S10 . Compiled list of genes which were associated with pluripotency chromatin regions that opened with a delay in Tox4 siRNA-treated cells compared to control conditions. Gene association was performed using GREAT with regions described in Table S9 used as input. 
